Introduction: The HUMACTBP2 (SE33) locus is one of the most polymorphic markers commonly used in forensic human identification. Variability of SE33 was studied in 2 Calabria and Malta populations using the AmpFlSTR NGM SElect™ PCR Amplification Kit (Applied Biosystems) and the PowerPlex ESI 17 (Promega). Material & Methods: A total of 41 different alleles were observed in the 2 examined populations with no allele being more frequent than 10,5%. In the Maltese population more intermediate alleles than in Calabria were found. Allelic frequencies and statistical parameters of forensic interest (Dp,PE, RMP) were calculated using PowerStats v.1.2 software. Hardy-Weinberg equilibrium and other population parameters were calculated using Arlequin v.3.1 and TFPGA v1.3 softwares. Results: No significant deviations from Hardy-Weinberg equilibrium were found. Calabria and Malta allelic frequencies were compared to previously published population data and no significant differences were found. When comparing with Sicily no overall significant genetic distances were found, while comparison to other populations showed significant ones. Moreover comparison with non-European population showed no big distances between Germany and Morocco and between Hungary and Turkey. Conclusion: confirmed the locus is effectively highly polymorphic and useful not only for forensic identification but also in paternity cases in addition to the set of STRs loci commonly used..
Samples were taken from donors with previously obtained informed consent for population studies.
DNA was extracted by rapid resin (IstaGene Matrix System-Biorad) and silica columns (AccuPrep Genomic DNA Extraction Kit-Bioneer) and then quantified with the Quantifiler™ Human DNA Quantification Kit using a 7300 Real Time System kit. 3 SE33 amplification was performed using NGM SElect™ (Applied Biosystems) and PowerPlex® ESI 17 (Promega). 4, 5 Positive and negative controls were used during all amplification steps. PCR products were analyzed by capillary electrophoresis with an AB 3130 genetic analyzer and allele assignment was carried out by comparison with the reference allelic ladders available in the kits using GeneMapper 3.2 software.
RESULTS AND DISCUSSION
Allelic frequencies and statistical parameters of forensic interest (Dp: power of discrimination, PE: power of exclusion, RMP: random matching probability, etc.) were calculated using PowerStats v.1.2 software.
INTRODUCTION
The HUMACTBP2 (SE33) locus is one of the most polymorphic markers commonly used in forensic human identification.
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The genetic variability of SE33 in Calabria (Southern Italy) and Malta has been compared to the one of other Mediterranean and not-Mediterranean populations in order to evaluate significant genetic distances.
Both laboratories performing this study are accredited UNI CEI/EN ISO 17025 and participate in the quality control/proficiency testing of the GEP-ISFG WG (www. gep-isfg.org), College of American Pathologists (CAP) and Collaborative Testing Services (CTS).
MATERIALS AND METHODS
SE33 data from Calabria and Malta were obtained from blood or saliva samples of 200 unrelated healthy donors Allele frequencies are showed in Figure 1 . Statistical parameters are given in Tables 1 and 2. Hardy-Weinberg equilibrium and other population parameters were calculated using Arlequin software v.3. 1 7 and TFPGA v1.3.
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A total of 41 different alleles were observed in the 2 examined populations with no allele being more frequent than 10,5%. In the Maltese population more intermediate alleles than in Calabria were found; moreover 6 out of ladder alleles (17.3, 18.3, 20.3,32,33,34) were present.
The high number of alleles observed at SE33 locus confirmed the high degree of polymorphism.
No significant deviations from Hardy-Weinberg equilibrium were found.
Based on heterozygosity (greater than 0.7) and polymorphic information content PIC (greater than 0.9), SE33 could be considered as an informative locus in both populations.
Even if it shows a low exclusion power (PE) degree when used individually, however combined PE with the other 5 ESS new STRs is increased to 0.999 in both populations and the combined power of discrimination (PD) was 0.999999. This means when used together these loci can distinguish samples from different individuals from Calabria with a probability of 99,9999%.
Allelic frequencies of SE33 were compared to previously published population data and no significant differences were found.
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When comparing Calabria and Malta data with the one of Sicily no overall significant genetic distances were found, while comparison to other populations showed significant ones.
Moreover comparison with non-European population showed no big distances between Germany and Morocco and between Hungary and Turkey. Figures 2 and 3 .
Data of populations comparisons analysis are outlined in

CONCLUSIONS
SE33 showed a similar variability in Calabria and Malta in comparison with other European populations: a total of 41 different alleles were observed in the above populations with no allele being more frequent than 10,5%.This confirmed the locus is effectively highly polymorphic in all evaluated populations and useful not only for forensic identification but also in paternity cases in addition to the set of STRs loci commonly used.
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